
F

A E

Figure S2

C

Untreated Doxorubicin

Time (d) Time (d)

53BP1

AAVS1
W1495
V1544
G1560
G1593

G
FP

/m
C

he
rr

y 
ra

tio
(fo

ld
 c

ha
ng

e 
re

la
tiv

e 
to

 A
AV

S1
)

G
FP

/m
C

he
rr

y 
ra

tio
(fo

ld
 c

ha
ng

e 
re

la
tiv

e 
to

 A
AV

S1
)

0

20

40

60

80

γH
2A

X 
fo

ci
 p

er
 c

el
l

0

20

40

60

80

100

-75 7 5 6 -5 -1 6 7Mutated base (C):

Aa change:

V1
54

4I

L1
59

6=
R

15
95

K

G
15

60
K

R
15

97
K

G
15

93
K

V1544 G1560 G159353BP1 sgRNA: W1495

5 6 7 10

V1
55

8=

W
14

95
*

K1
49

4=

Ed
iti

ng
 fr

eq
ue

nc
y 

(%
)

10

E1
54

3K

Untreated

G
FP

/m
C

he
rr

y 
ra

tio
(fo

ld
 c

ha
ng

e 
re

la
tiv

e 
to

 A
AV

S1
)

Time (d)

0

20

100

BR
CA

1 
fo

ci
 p

er
 c

el
l

Control siRNA BRCA1 siRNA

AA
VS

1

V1
54

4
G1

56
0

G1
59

3

W
14

95

Tubulin

53BP1

Tubulin

53BP1

AA
VS

1
V1

54
4

G1
56

0
G1

59
3

W
14

95

0

20

40

60

80

100

-75 7 5 6 -5 -1 6 7Mutated base (C):

Aa change:

V1
54

4I

L1
59

6=
R

15
95

K

G
15

60
K

R
15

97
K

G
15

93
K

V1544 G1560 G159353BP1 sgRNA: W1495

5 6 7 10

V1
55

8=

W
14

95
*

K1
49

4=

Ed
iti

ng
 fr

eq
ue

nc
y 

(%
)

10

E1
54

3K

sgRNA category

Nonsense
Missense

Splice

Synonymous

LFC

−3

−2

−1

0

1

2

3

UNT OLAPCPTDOX CISP

G

S500

S659
S782
S1342

Residue (#) Phosphosite Location Motif

S500

S659

S782

S1342

1, 48

0, 7

0, 6

1, 6

KNS*PEDL

EGS*SGS

KCS*DSQ

KTS*GTE

N-terminal

N-terminal

N-terminal

1270-1385
region

B

MCF7-BE3D

MCF7-BE3

MCF10A-BE3

40

60

80

IRH
100

IR
14.6 16.6 17.1 16.3 21.8 18.7 21.6 21.1 18.9 25.3

0.4 0.4 0.4 0.5 0.4

53BP1

AAVS1

W1495*

V1544I
G1560K
G1593K

W14
95

*

G15
93

K

G15
60

K

AAVS1

V15
44

I

V1544

V1544

G1560

G1593
G1560

G1560

4 8 12 16 20
0.0

0.5

1.0

1.5

2.0

2.5

4 8 12 16 20
0.0

0.5

1.0

1.5

2.0

2.5

4 8 12 16 20
0.0

0.5

1.0

1.5

2.0

2.5

3.0

3.5

53BP1

AAVS1
W1495
V1544
G1560
G1593


